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PubMed Entrez BLAST OMIM Taxonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.5 [Nov-16-2002J 



Matrix [BLQSUM62 -r\ gap 0 pen:|l1 gap extension: fl 
x_dropoff: [30~ expect:|l0.00( wordsize: F~ Filter F Ali 9 n 



Sequence 1 gi 829285 gluthamine synthetase [Pisum sativum] Length 373 (1 373) 
Sequence 2 gi 404327 glutamate-ammonia ligase [Pinus sylvestris] Length 357 (1 .. 357) 

2 




NO I I::The statistics (bitscore and expect value) is calculated based on the size of nr database 

Score - 541 bits ( 1 5 3 5 ! , Expect = e-153 

Identities = 250/ 3.51 '"'I'^Y, Positives - 294/351 [S3-] 



Query : 7 DELNLP I TPFYPS I I AEY TWI Y3TGI DVP.S?;SET I 3KPV£HP3EYPKWNYDGSSTGnAP 3 
DLLNLD+ + 7-f + IAEY I WI Y3-G+E+ P33P>R f + 3 PVG E-t- PP:WtY3EG33T 3QA G 
Sbjct : 7 DEENEELSEYYEKYIAEYrWI 3 G S G M [ ! M R 3 P ! A K 3 L S G P V 3 3 \ 7 K E 3, P P ! W N Y 5: G 3 3 T G Q AQ 1 3 



6 6 
6 6 



DSEVIEYPQA1F-RPFR G f IL7-0DAY4 P G IP+NKR AA^ IE- Y E 
67 HPSEYIEYPQ AIERPPFRRGKHIL73GEAYSPRGTArP3Yf;HAAAAP;7FNE-- 7Y73YEET 



PY 1 



127 Y3IEQEYILLQTNVP:WPLGWP7YX:OE3XXXXX>3\XXXXW 

Y 3 + EQEY YLLQ -VEWPLGWP - DK++GRDI DAHY RACt- Y-+ GIN 



18 6 



c D j c t : 
Query : 



j V ' j i. Lho /v/\0 I 



lilTJ I'^'JL VV L V '■ j Z. <i 'J 



:VG': A P - W t R + I + E jv I Y R i AG V V E ■+■ DPr'P 1 EGGWNG 



I SG I KGEVMRGQWEir ^VGPSVG.I 3AAEEEWCAR FT HER I TE?:AGVVL5 FDPKPI EGDWNG 24 6 



AGGHTNY3TK3MREPGGFE7I YP'AI EEEGRF.HP' 1 K I EAYGEGNERREYGRn E YAS I YDF3 

agg:]ynysyk3mr^-ggeeyip:p:ai l lrhp: hi aygegnerryyg-heya -y fs 



J 3 b 



"GREYER GR7 



37EKEGKGYr EERRPASYMEPYIYYSYJAE] 



WK? 35' 
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<t£ NCBI 



Blast 2 Sequences results 



PubMed 



Entrez 



BLAST OMIM Taxonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTN 2.2.5 |Nov-16-2002J 

Match:p Mismatch:[-2 gap open:[s gap extension: [2 
xdropoff: |s5" expect:|l0.00( vvordsize: [TT" Filter F Ali 9 n [ 



Sequence 1 gi 404326 P.sylvcstris mRNA for glutamine synthetase Length 1423 ( I 1423) 

Sequence 2 gi 20752 Pea leaf mRNA for glutamine synthetase (EC 6.3.1.2 ) Length 1304 (1 1304) 



JTZL 



JO. 



JZL 




N( ) 11 :The statistics (bitscore and expect value) is calculated based on the size of nr database 

NO 11 {:If protein translation is reversed, please repeat the search with reverse strand of the query 
sequence 

Ident it ies = 2 85/366 ; 7 3 < ) 
Strand ^ Plus / Plus 



^ u e r y : 
3b- ct : 



4 34 addtggccLcL t ggotggccaa t t ggr ggct accccggtcctcagggcccatattact 

i U i U l i I j i i , ! 1 : ; ! ! j | ! j : i r i : : i ; I I j f ; : j i j i ! I M 

423 aaat gg c -attaggttggcctgtaggtgqctatcccggtcctcagggtccttattact 
lathamine synthetase 14 1 K W P 1 G W P V G G Y P G ? Q G P v v 



Gbict : 

gl at ham i ne synt 



5 1 4 qqagt t ggagc t gaeaaaqect ggggacga ga ea t tot. I. ga t gc:c:na ttataaggctt 
i i f i I I I M it i i I i I i I i i j i ! I i [ I I Mill Mil! I I 
4 3 3 getgeoggagcaga t aagtcattt ggacgtgatatatctgatgctcattacaaggct t. 
ase 161 AAGADKSFGP 3 7 S D V<. H Y PC "a 



z d g g a a .1 c a ct „ a t c a a t o a a -j 



G - ~agggcagtggg 



glatnarnne synthetase 161 



.tgctggcaa t taacd t tag tag saceaa^ggagaagttatgcetggacagtggg 
A G T U 1 S G r l N G E V M P G Q W 
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— ■ " r — ^ * : * < r. Ta'? a- v^aa-j : :a ne - ^' •* • ' ' * ' ■> • j 

f J u e r y : 0 4 :it:t a t g g a g a g g a t :.; a c a g a a a a g g egg g t g l c g r . * . ■ . : t g : . ' : C tttgat.ee c a a g c c a a 

S b j c t : 6 6 5 a t .: c t t g a g a g ae.'ac g a a a a a g a a gqt g a tg t. get-: ,j etctagat ..; caaaacca a 

gl uth.arr- irie synthetase 22: I 2 E R 1 T E G A G 7 V L '1' a [") 2 K ? 

Q'-er y : 7 4 a a a ggg a a a a ay a a t gg t g-j a ggat g a aaea aaaa a t a aag caeca a gt oca a gage a 

I i i I I i I I i I i I M I I ! ill! I i i i i I I i I I ! I I I II I I I i i I [ i 

Sb j at : ^23 gagg a a ga a tgg a a t gg a a caggacgt caca ccaa: a aca gaacaaagaqca t gaggg 

giuthamine synthetase 241 EG 2 W N G A G C H T N YS T K S MR 

Query: 8 14 gagggaggct t cgaagtaa ttaagaa 8 39 

i I ! ! ' i i i ! I i I i i ; I i ! ; 
Sb j ct : 783 gatggaggg t ttgaggtgat aaagaa 808 

g 1 ut hami no synthetase 2 61 a G G F E V 1 K K 

Caere - GR.O bits ( 3 5 ;■ , Expect ■-- 4e-0a 
Identities = : 03/1 37 a -- ) 
Strand = Plus / Fits 



JL 
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: ^ uer V : 181 gagct t cccaaatggaact atgaeggct c ca gc a ctggac a ggct caaggaca t gaca 

; I i : i i i I i i i ■ i i ! i i 1 ! m : : : ! . . j ! j j | | | j | 
sb 4 ct : 15 0 gaggttcctaagtggaact atgatggatctagcact ggacaagcccctggtgaagat a 

altithamine synthetase 30 E V F K W N Y D G S S T ' G Q A P G^E D 

Yaery : 1 G^gtcattctatatccacdagctatcttccgtgcitccact t cgc a gaggaa a gc aca 

a i a i i ! j i i I i 1 i Mi;! ! i ; ! ! | j : ; ; ! | \ \ \ "\ \ \ \\' \ \ 
sb ~ ct : 21- G^gtgatcctatatcctcaagcaattttcaaagatcetttccgtggcggaaacaata 

gluthamine synthetase 70 EVILYPQAI FKDPFRg'gnn 

Query: 301 t t ggtaat ct gtgatgc 317 

3bj ct: 270 ttggtcgtttgcgatgc 286 

gluthamine synthetase 90 F 7 V C D A 

Score = 52.6 bits :27) , Expect - 0.002 
Identities - 4 3 /5 1 (84 ■■■ ) 
Strand ■ ■ Plus / Plus 



r ^-- r Y : ^ a t tgaagagtatatatggatt ggagaaa eag aaaaggatat gegcagtaaa 14 4 

; i i ■ i ; : i i ! i i i : ! i i : ! ; .. i ; ; ! i ; i ; ! i i, i 

S °l ct : ^ - G-7gagaacatatggattggtaggacaagaatt .;at atgcgcagcaaa 113 

gluthaaeane synthetase 21 I A E Y I V; 1 G G 7 G I 2 7 R 5 K 

5 acre - 4 6.8 hits . 4 , Expect - 0 . 13 9 
Identities = 84/114 ', 7 3 - '■ 



c ^ ,- 
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